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Abstract
BombyxmoriandBombyxmandarinaaremorphologicallyandphysiologicallysimilar.Inthisstudy,wecomparedthe
nucleotide variations in the complete mitochondrial (mt) genomes between the domesticated silkmoth, B. mori, and
its wild ancestors, Chinese B. mandarina (ChBm) and Japanese B. mandarina (JaBm). The sequence divergence
and transition mutation ratio between B. mori and ChBm are significantly smaller than those observed between B.
mori and JaBm. The preference of transition by DNA strands between B. mori and ChBm is consistent with that be-
tween B. mori and JaBm, however, the regional variation in nucleotide substitution rate shows a different feature.
These results suggest that the ChBm mt genome is not undergoing the same evolutionary process as JaBm, provid-
ing evidence for selection on mtDNA. Moreover, investigation of the nucleotide sequence divergence in the A+T-rich
region of Bombyx mt genomes also provides evidence for the assumption that the A+T-rich region might not be the
fastest evolving region of the mtDNA of insects.
Key words: nucleotide substitution pattern, mitochondrial genome, Bombyx mori, Chinese Bombyx mandarina,
Japanese Bombyx mandarina.
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The mitochondrial (mt) DNA of insects is a self-
replicating, circular DNA molecule about 14-20 kb in size,
encoding a conserved set of 37 genes (13 protein genes, 22
tRNA genes, and two rRNA genes) and an A+T-rich seg-
ment known as control region (Wolstenholme, 1992; Bo-
ore, 1999). Several comparative mt genomics studies for
investigation of the nucleotide variation and evolutionary
patterns have been carried out, including Drosophila
melanogaster subgroup members (Ballard, 2000), Ostrinia
nubilalis and O. furnicalis (Coates et al., 2005), as well as
Bombyx mori and its close relative Japanese B. mandarina
(Yukuhiro et al., 2002). Generally, the A+T-rich region
shows a higher level of sequence variability than other re-
gions of the genome (Fauron and Wolstenholme, 1980;
Shao et al., 2001)
ThemulberrysilkwormBombyxmoriistheonlytruly
domesticated insect. It is thought to be domesticated from
the wild mulberry silkworm, B. mandarina, about 5,000-
10,000 years ago (Goldsmith et al., 2005). B. mori and B.
mandarina are morphologically and physiologically simi-
lar. However, two types of wild mulberry silkworms with
uniform morphology and different chromosome numbers
per haploid genome are currently found in mulberry fields.
The Japanese B. mandarina (JaBm) living in Japan and Ko-
reahas27chromosomesinitshaploidgenome,whereasthe
Chinese B. mandarina (ChBm), distributed over China, has
28 chromosomes per haploid genome, like its domesticated
counterpart B. mori that also carries 28 chromosomes (As-
taurovetal.,1959).JaBmwasthoughttobeaprobablewild
ancestorofB.mori,andtwosetsofbiasedpatternsinthemt
genome nucleotide substitution between the two have been
confirmed, i.e., a difference in preference of transitional
changes between major and minor DNA strands and a vari-
ation in the degree of nucleotide substitution by genomic
regions (Yukuhiro et al., 2002).
Phylogeneticanalysis(Arunkumaretal.,2006;Panet
al., 2008) and historical records (Goldsmith et al., 2005)
make it clear that the domesticated silkworm was directly
domesticated from the Chinese wild silkworm rather than
from the Japanese wild silkworm. We determined the com-
plete mt genome of ChBm (GenBank accession number:
AY301620) that contains a typical gene complement, or-
der, and arrangement identical to that of B. mori and JaBm
(Panetal.,2008).Inthepresentstudy,weexaminedthenu-
cleotide variation pattern of the complete mt genome be-
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Short Communicationtween B. mori and ChBm. The purpose of this study was to
determinewhetherthenucleotidevariationpatternbetween
B. mori and its wild ancestor, ChBm, is consistent with that
between B. mori and its close relative, JaBm.
The mt genome sequences of B. mori C108
(AB070264), Backokjam (NC_002355), Aojuku
(AB083339), Xiafang (AY048187), and JaBm
(AB070263) were downloaded from GenBank, aligned by
Clustal X (Thompson et al., 1997), and the alignment was
analyzed by MEGA version 4.1 (Tamura et al., 2007), in-
cluding the variable nucleotide sites and the substitution
sites.
The four mt genome sequences of B. mori C108
(15,656 bp), Backokjam (15,643 bp), Aojuku (15,635 bp),
and Xiafang (15,664 bp) were aligned to produce a 15,685
nt consensus alignment, of which only 89 (0.57%) nucleo-
tide sites are variable, including insertions-deletions (in-
dels)(datanotshown).WithinthefourB.moristrains,only
33 substitutions were detected, including 24 transition (ts)
and 9 transversion (tv) mutations. The variable nucleotide
sites ranged from 63 to 74 nt when each two of the four B.
mori mt genome sequences were compared, showing no
significant differences in variable nucleotide rate
(
2 = 1.25, d.f. = 5, p > 0.05).
However, the mt genome sequences of ChBm
(15,682 bp) and JaBm (15,928 bp) were aligned to produce
a15,970ntconsensusalignment,ofwhich639(4.00%)nu-
cleotide sites are variable including indels, and 325 substi-
tutions were detected. Compared to these data observed
within the four B. mori strains, the sequence divergence
within B. mandarina is significantly greater (4.00% vs
0.57%;
2=415.26,d.f.=1,p<0.001).Moreover,weiden-
tified 484 variable nucleotide sites including indels (3.08%
sequence divergence) from a 15,722 nt consensus align-
ment between the mt genomes of B. mori C108 and ChBm,
whereas 855 variable nucleotide sites including indels
(5.35% sequence divergence) were identified from a
15,970 nt consensus alignment between B. mori C108 and
JaBm. Compared to the sequence divergence observed be-
tween B. mori C108 and JaBm, that between B. mori and
ChBm was significantly smaller (3.08% vs 5.35%;

2 = 101.36, d.f. = 1, p < 0.001). These results led us to fur-
thercomparethenucleotidesubstitutionpatternbetweenB.
mori C108 and ChBm with that between B. mori C108 and
JaBm.
A total of 381 substitutions were detected between
the mt genomes of B. mori C108 and ChBm: 230 transition
and 151 transversion mutations (ts:tv = 230/151 =
1.52). This value is significantly deviatory from neutral ex-
pectation (1:2, 
2 = 125.30, d.f. = 1, p < 0.001), indicating
that evolutionary pressures are acting upon the two mt
genomes. However, between B. mori C108 and JaBm, 514
substitutions were detected: 414 transition and 100 trans-
version mutations (4.14), also significantly deviated
from neutral expectation (1:2, 
2 = 517.47, d.f. =1 ,
p < 0.001). Excess transition mutation was also reported in
Drosophila ( = 761/180  4.23) and Ostrinia ( = 134/48
 2.88) mt genomes, and attributed to non-neutral evolu-
tionary forces or population effects (Ballard, 2000; Coates
et al., 2005). Compared to the data observed between B.
mori and JaBm, the transition mutation ratio between B.
mori and ChBm was significantly smaller (1.52 vs 4.14)
(
2 = 44.14, d.f. = 1, p < 0.001), suggesting that their nucle-
otide substitution pattern is different.
The nucleotide differences between B. mori and
ChBm mt genes except for tRNA genes are shown in
Table1.Thenumbersandratesofnucleotidedifferencebe-
tween the mt genes of B. mori and ChBm were found to be
decreased compared to those seen between B. mori and
JaBm, except for the srRNA gene and A+T-rich region, in
which the numbers and rates of nucleotide difference were
increased. The full srRNA sequences of B. mori C108 and
ChBm were aligned to produce a 785 nt consensus align-
ment, of which 12 substitutions were detected, showing a
higher nucleotide sequence divergence than the lrRNA
gene. Comparing B. mori C108 and ChBm, the NADH
dehydrogenase subunit encoding nad6 gene was the most
conserved among genes or regions, followed by the ATP
synthaseF0subunitencodingatp8gene.Thecytochromeb
(cob)genewasthemostvariable,followedbythecytochro-
me c oxidase subunit encoding cox3 gene. The nucleotide
sequence divergence in the A+T-rich region was moderate
among these genes or regions. However, comparing the mt
genes of B. mori and JaBm, the srRNA gene was the most
conserved among genes or regions, and nucleotide se-
quencedivergencesinthelrRNAgeneandtheA+T-richre-
gion were also low, compared to those of protein-coding
genes.
In this study, we found no significant differences in
transition rates for the protein-coding genes encoded by the
major strand (22 A-G and 101 C-T transitions in 6,909 bp)
between the mt genomes of B. mori C108 and ChBm, com-
pared to those encoded by the minor strand (48 A-G and 13
C-T transitions in 4296 bp) (
2 = 2.13, d.f. = 1, p > 0.05).
However,onthemajorstrandthereweresignificantlymore
changes for T-C transitions in protein-coding genes than
observed on the minor strand (
2 = 35.35, d.f. =1 ,
p < 0.001), while on the minor strand there were signifi-
cantly more changes for A-G transitions than observed on
themajorstrand(
2=27.23,d.f.=1,p<0.001).Thesedata
are consistent with those previously reported (Ballard
2000; Yukuhiro et al., 2002).
The rates of nucleotide substitutions between the mt
genomes of B. mori C108 and JaBm vary by genomic re-
gion: the five genes surrounding the A+T-rich region and
two rRNA genes (Class 1: nad2, cox1, cox2, atp6, and
nad1) are more conserved than the remaining genes (Class
2: cox3, nad4, nad5, and cob), whereas no significant dif-
Li et al. 187ference in substitution rates within Classes 1 and Classes 2
has been detected (Yukuhiro et al., 2002). In this study, we
found that, between the mt genomes of B. mori and ChBm,
there is a significant difference in the nucleotide substitu-
tion rate for the 13 protein-coding genes (
2 = 39.68,
d.f.=12,p<0.005),whichisconsistentwiththatfoundbe-
tween B. mori and JaBm. Further analysis showed that be-
tween the mt genomes of B. mori and ChBm the average
substitution rate of Class 1 (0.0195) was significantly
smaller than that of Class 2 (0.0308) (
2 = 12.70, d.f. =1 ,
p < 0.005); moreover, a significant difference in the substi-
tution rate within Classes 2 was detected (
2 = 15.30,
d.f. = 3, p < 0.005), but there was no significant difference
in substitution rates within Classes 1 (
2 = 0.77, d.f. =4 ,
p > 0.9).
TheA+T-richregionistheonlymajornon-codingre-
gion in the mt genomes of animals. Based on the assump-
tion that the A+T-rich region is the fastest evolving region
of the mtDNA (Zhang and Hewitt, 1997; Giuffra et al.,





of insects. Between the mt genes of B. mori and JaBm, the
nucleotide sequence divergence in the A+T-rich region is
low, higher only than that of the srRNA gene, whereas be-
tween B. mori and ChBm, the A+T-rich region presents a
moderatesequencedivergence,loweronlythanthoseofthe
three protein-coding genes cob, cox3, and nad4L. These
observations of nucleotide sequence divergence in the
A+T-rich region showed that this is not the fastest evolving
gene or region in Bombyx mt genomes, providing direct ev-





Although the preference of transition by DNA strands be-
tween B. mori and ChBm was consistent with that between
B. mori and JaBm, the regional variation in nucleotide sub-
stitution rate showed a different feature. Comparative mt
genomics revealed a lower level of transition mutation
(ts:tv = 1.52) between B. mori and ChBm, but a signifi-
cantly higher level of transition mutation (ts:tv = 4.14) be-
tweenB.moriandJaBm.IthasbeensuggestedthattheA+T
richnessinthemtgenomewouldcauseanapparentlylower
transition bias ratio in closely related species (Tamura,
1992;Yuetal.,1999;LiaoandLu,2000;Arunkumaretal.,
2006). However, the present investigation of the A+T con-
tent of the mt genome from the three samples showed that
188 Mitochondrial variation between Bombyx mori and B. mandarina
Table 1 - Nucleotide differences between mitochondrial genes of B. mori and Chinese B. mandarina, except for tRNA genes.
Genes or regions Base pairs Transitional changes Transversional changes Sum I Sum II
A-G T-C Total T-A C-A T-G C-G Total
nad2 1,023 2 13 15 230052 0 (0.0196) 32 (0.0313)
cox1 1,535 7 15 22 4421 1 13 3 (0.0215) 46 (0.0300)
cox2 6 8 2 099 320051 4 (0.0205) 21 (0.0308)
atp8 1 6 2 022 00000 2 (0.0123) 8 (0.0494)
atp 6 6 7 8 066 321061 2 (0.0177) 21 (0.0310)
cox3 7 8 9 3 2 0 2 3 7210 1 03 3 (0.0418) 43 (0.0545)
nad3 3 5 1 167 11002 9 (0.0256) 10 (0.0285)
nad6 5 3 1 044 10001 5 (0.0094) 12 (0.0226)
cob 1,152 (1,158) 9 26 35 7341 1 55 0 (0.0434) 55 (0.0477)
nad5 1,719 25 4 29 5041 1 03 9 (0.0227) 71 (0.0413)
nad4 1,341 13 7 20 7041 1 23 2 (0.0238) 51 (0.0380)
nad4 L 2 9 1 303 30306 9 (0.0309) 12 (0.0412)
nad1 9 4 5 729 103371 6 (0.0169) 24 (0.0257)
lrRNA 1,378 (1,350) 12 1 13 401051 8 (0.0133) 26 (0.0189)
srRNA 783 (784) 3 1 4 710081 2 (0.0153) 7 (0.0089)
A+T-rich region 494 (484) 7 0 7 510061 3 (0.0269) 8 (0.0162)
Note: The numbers in parentheses in the second column indicate the gene size of Chinese B. mandarina, when gene sizes vary between Chinese B.
mandarina and B. mori C108.
Protein coding genes nad2, cox1, cox2, atp8, atp 6, cox3, nad3, nad6 and cob are encoded by the major strand, whereas nad5, nad4, nad4L and nad1are
encoded by the minor strand.
Genes lrRNA and srRNA are encoded by the minor strand.
Data in the Sum I column resulted from the comparison between mitochondrial genes of B. mori C108 and Chinese B. mandarina; data in the Sum II col-
umn resulted from the comparison between B. mori C108 and Japanese B. mandarina (Yukuhiro et al., 2002).they were almost identical (from 81.36% in B. mori to
81.68% in ChBm), indicating that the heavy bias towards
A+T is not suitable to explain this case. Therefore, the dis-
tinct nucleotide substitution pattern suggests that the mt
genomes of ChBm and JaBm are the result of different evo-
lutionary forces. The mechanism responsible for that dif-
ference remains unclear. A possible explanation is that the
environmentalselectioneffectcouldleadtodifferentmuta-
tional biases. In line with previous reports (Messier and
Stewart, 1997; Wise et al., 1998; Creevey and McInerney,
2002; Jansa et al., 2003), this study presents evidence for
mtDNA selection.
Acknowledgments
This work was supported in part by grants from the
National Natural Science Foundation of China (No.
30800803), the Scientific Research Project for Common-
wealth Industry of the Agricultural Ministry (No.
nyhyzx07-020-17), the Scientific Research Project for
High School of the Department of Education of the Liao-
ning Province (No. 2008643), and the Young Scholar
Foundation of the Shenyang Agricultural University (No.
20070112), respectively.
References
Arunkumar KP, Metta M and Nagaraju J (2006) Molecular phy-
logeny of silkmoths reveals the origin of domesticated
silkmoth, Bombyx mori from Chinese Bombyx mandarina
and paternal inheritance of Antheraea proylei mitochondrial
DNA. Mol Phylogenet Evol 40:419-427.
Astaurov BL, Golisheva MD and Roginskaya IS (1959) Chromo-
some complex of Ussuri geographical race of Bombyx
mandarina M. with special reference to the problem of the
originofthedomesticatedsilkworm,BombyxmoriL.Cytol-
ogy 1:327-332.
Ballard JW (2000) Comparative genomics of mitochondrial DNA
in members of the Drosophila melanogaster subgroup. J
Mol Evol 51:48-63.
Boore JL (1999) Animal mitochondrial genomes. Nucleic Acids
Res 27:1767-1780.
Coates BS, Sumerford DV, Hellmich RL and Lewis LC (2005)
Partial mitochondrial genome sequences of Ostrinia
nubilalis and Ostrinia furnicalis. Int J Biol Sci 1:13-18.
Creevey C and McInerney JO (2002) An algorithm for detecting
directional and non-directional positive selection, neutrality
and negative selection in protein coding DNA sequences.
Gene 300:43-51.
Fauron CMR and Wolstenholme DR (1980) Extensive diversity
among Drosophila species with respect to nucleotide se-
quences within the adenine + thymine rich region of mito-
chondrial DNA molecules. Nucleic Acids Res 11:2439-
2453.
Giuffra E, Kijas JMH, Amarger V, Carlborg O, Jeon JT and
Andersson L (2000) The origin of the domestic pig: Inde-
pendentdomesticationandsubsequentintrogression.Genet-
ics 154:1785-179l.
Goldsmith MR, Shimada T and Abe H (2005) The genetics and
genomics of the silkworm, Bombyx mori. Annu Rev En-
tomol 50:71-100.
Jansa SA, Lundrigan BL and Tucker PK (2003) Tests for positive
selection on immune and reproductive genes in closely re-
lated species of the murine genus Mus. J Biol Evol 39:123-
128.
Liao SY and Lu C (2000) Progress on animal mitochondrial ge-
nome. Progr Biochem Biophys 27:508-512 (in Chinese).
Messier W and Stewart CB (1997) Episodic adaptive evolution of
primate lysozymes. Nature 385:151-154.
Pan MH, Yu QY, Xia YL, Dai FY, Liu YQ, Lu C, Zhang Z and
Xiang ZH (2008) Characterization of the mitochondrial ge-
nome of the Chinese wild mulberry silkworm, Bomyx
mandarina (Lepidoptera, Bombycidae). Sci China Ser
C-Life Sci 51:693-701.
Shao R, Campbell NJH and Barker SCB (2001) Numerous gene
rearrangements in the mitochondrial genome of the wallaby
louse, Heterodoxus macropus (Phthiraptera). Mol Biol Evol
18:858-865.
TamuraK(1992)Therateandpatternofnucleotidesubstitutionin
Drosophila mitochondrial DNA. Mol Biol Evol 9:814-825.
TamuraK,DudleyJ,NeiMandKumarS(2007)MEGA4:Molec-
ular Evolutionary Genetics Analysis (MEGA) software v.
4.0. Mol Biol Evol 24:1596-1599.
ThompsonJD,GibsonTJ,PlewniakF,JeanmouginFandHiggins
DG (1997) The CLUSTAL_X windows interface: Flexible
strategies for multiple sequence alignment aided by quality
analysis tools. Nucleic Acids Res 25:4876-4882.
Wise CA, Sraml M and Easteal S (1998) Departure from neutral-
ity at the mitochondrial NADH dehydrogenase subunit 2
gene in humans, but not in chimpanzees. Genetics 148:409-
421.
Wolstenholme DR (1992) Animal mitochondrial DNA: Structure
and evolution. Int Rev Cytol 141:173-216.
Yu H, Wang W, Fang S, Zhang YP, Lin FJ and Geng ZC (1999)
Phylogeny and evolution for the Drosophila nasuta sub-
group based on mitochondrial ND4 and ND4L gene se-
quences. Mol Phylogenet Evol 13:556-565.
Yukuhiro K, Sezutsu H, Itoh M, Shimizu K and Banno Y (2002)
Significant levels of sequence divergence and gene rear-
rangements have occurred between the mitochondrial geno-
mes of the wild mulberry silkmoth, Bombyx mandarina, and
its close relative, the domesticated silkmoth, Bombyx mori.
Mol Biol Evol 19:1385-1389.
ZhangDXandHewittGM(1997)Insectmitochondrialcontrolre-
gion: A review of its structure, evolution and usefulness in
evolutionary studies. Biochem Syst Ecol 25:99-120.
Associate Editor: Louis Bernard Klaczko
License information: This is an open-access article distributed under the terms of the
Creative Commons Attribution License, which permits unrestricted use, distribution, and
reproduction in any medium, provided the original work is properly cited.
Li et al. 189